■ a r, rSEO ID NO:2) of its longest ORF (GenBank accession 
conceptual translation product (SEQ ID NU , 

nu mberAF23 W 0). Underline di5 astopco d on (TAA )a«- 6 to-4t h atp r eceaest h e^,n 
frame. Numbers I-XI indicate kinase subdomains as defined by Hanks et al. (25), with 

■a r^irtnes highlighted in black and gray, 
invariant and nearly invariant ammo acid residues highlig 

respectively.- ^ 
^ g e6,l.nes7-13,pleasere pl ace,he paragraph with the following paragraph} 
Fig 3. A mino acid alignments. (A) Alignment of pu.tive kinase catalytic domain 
of SOS2 with — SNPU SEQ IDNO,, (23) and human AMPK 

kinases.SEQrDNO^, ^"^^"""^Z* 

wihrtiraia in (tray. Mutations that abolish SOS2 
highlighted in black and conservative substitutions ,n g y 

v. „ lation (see Fig 4) are indicated; first * is K40N,m and second is G197E, 
autophosphorylation (see f lg. tj . 

wh ,h corresponds to the ^ W — — ^ 

with theregu,atorydoma,nsof & ,— ^. mte (yCHK!, SEQ .D NO.) and 

human CHKlJhCHl^SEQJpj^^ ■ — 

-^^^^ 

paragraph: 



pii. — ■ . ., 

. K40N and G197E in the S0S2 protein were created by site-directed 

Pharmacia). Mutations K40N ana uik/e 

agenesis. For glutathione S-transferase (G ST)-SOS2(K40N) ; primer pairs S , 
GCGGATCCATGACAAAGAAAATGAGAAGAGTGGGC (SEQ FD NO.) and „ 



ATTGTACTCTTAGCCATAATGTTGATGGCT (SEQ ID N0:8) were used for the first 
PCR and 5'-GCGAATTCTTAAGTTGGGATCAAAACGTGATTGTTCTG (SEQ ID 
and 5'-GTGATAATGTAGCCATCAACATTATGGCTA (SEQ ID NO:10) were used 
s eeondPCR.For t he m ut a ntprotei„GST-SOS2(G,97E),prir„erpa 1 rs5.- 
GCGGATCCATGACAAAGAAAATGAGAAGAGTGGGC (SEQ IDNO:ll) and 5 - 
ATATAACGAAAAGAATAACCTCGCAAGACC (SEQ ID NO: 12) were used for the first 
reaction and 5'-GCTGATATTTGGTCTTGCGAGGTTATTCTT (SEQ IDNO:13) and 5 - 
GCGAATTCTTAAGTTGGGATCAAAACGTGATTGTTCTG (SEQ ID NO: 14) were used 

for the second reaction. The final amplification was done with 5'- 
GCGGATCCATGACAAAGAAAATGAGAAGAGTGGGC (SEQ ID NO:,) and 
GCGAATTCTTAAGTTGGGATCAAAACGTGATTGTTCTG (SEQ ID on hoth 

from— 

^^^-« 1^ hewing on a new page, please .nsert the 

attached Sequence Listing. 

PF1 VIARKS 

Claims 1-42 are pending in the present application. 
re adah,e Sequence Usting. The sequence —ion recorded in the covins 

Support for an of the sequences listed in the Sequence UsUng is found in the present 
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